. Kinetic CD8 T cell expression levels of CXCR3, CCR2 and CCR5 in the RIP-LCMV model and the transfer model, across different organs. A. Experimental outline. RIP-LCMV-GP mice were infected with 1x10^4 PFU LCMV Armstrong or transferred with CD8+Va2+CD45.1+ P14 cells. At each indicated time point, 3 mice were euthanized and tissues collected for FACS analyses. B. Flow cytometric assessment of CXCR3, CCR2 and CCR5 expression. Empty squares depict chemokine receptor expression in mice adoptively transferred with CD8+Va2+CD45.1+ cells whereas black inverted triangles depict that of the endogenous CD8+Va2+CD45.1-cells in the same recipients. Black circles represent data in CD8+Va2+ cells from LCMV-infected mice.
. CXCR3, CCR2, CCR5 and CXCL10 expression in 9-10 week-old nondiabetic or recent-onset diabetic NOD mice. Tissues were collected and cells stained for mouse CD8a, CD19, Live/dead Aqua dye, CCR2, CCR5 and CXCR3 antibodies as well as NRPV7-pentamer. A. Bars represent means and each symbol represents flow cytometry data from a mouse. B. Representative FACS plots from spleen samples. Data pooled from 2-3 independent acquisitions. C. CXCL10 mRNA expression in pancreata from mice included in A. Pancreas tissue was isolated from mice included in the above FACS figure. Validated CXCL10 and GAPDH housekeeping gene primers from SABiosciences were used for quantitative real-time PCR analysis.
